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In the originally published version of this paper, panels in Figures 3C, 3D, 5D, and 5E contained incorrect labeling—‘‘scrambled’’
labels should have been written as ‘‘untreated’’. Also, the text describing Figure 5E contained incorrect percentages. The revised
figures and text appear below (text edits indicated in bold).
These corrections do not change the conclusions of the study in any way, and the authors apologize for any confusion these errors
may have caused.
Cytoplasmic Actin Protein Levels Regulate the Transcription of the b-actin Gene
..
Comparing the 20-min time point shows that while during a regular serum response only 73% of the cells in the population had
responded, in actin-depleted cells, 89% of the cells were transcribing b-actin mRNA. Furthermore, in b-actin-depleted cells, 55%
of the cells had three or four active alleles compared to only 15% of the population under normal conditions (Figure 5E).Figure 3. SRF Knockdown Results in Decreased b-actin Transcription Levels during the Serum Response
.
(C) The average number of active alleles per cell in SRF siRNA-treated cells (green line) versus untreated cells (blue line). Dotted black line represents the average
number of active alleles per cell under steady-state conditions in untreated cells. Inner plot represents the SD of the distribution of active allele numbers for SRF
siRNA and untreated cells (100 cells for each time point; error bar, SD).
(D) Comparing the number of active b-actin alleles for the 10-min time point between SRF siRNA-treated cells (gray) and untreated cells (pink) (100 alleles; error
bar, SD; *p < 0.05, **p < 0.01). Scale bar, 10 mm.
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Figure 5. b-Actin Knockdown Results in Increased b-actin Transcription following Serum Induction
.
(D) The average number of active alleles per cell in actin siRNA-treated cells (red line) versus untreated cells (blue line). Dotted black line represents the average
number of active alleles per cell under steady-state conditions in untreated cells. Inner plot represents the SD of the distribution of active allele numbers for
untreated and actin siRNA-treated cells (100 cells for each time point; error bar, SD).
(E) Comparing the number of active b-actin alleles for the 20-min time point between untreated (white) and actin siRNA-treated cells (gray) (100 alleles; error bar,
SD; *p < 0.05, **p < 0.01).Fasting, but Not Aging, Dramatically Alters
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on Proteins in Drosophila melanogaster
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In the Supplemental Information for the originally published version of this manuscript, Table S3 contained unrelated data for flies
overexpressing catalase. The data have been removed, and the corrected version of the table now appears online with the paper.
The authors apologize for any confusion caused by this error.Cell Reports 1, 1283–1285, November 10, 2015 ª2015 The Authors 1285
